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In the preparation of this manuscript, we inadvertently omitted from the Experimental Procedures a description of the methods used for gene array.
We apologize for any inconvenience that this omission may have caused; the relevant text is below:
Experimental procedures
Microarray experiment
Total cellular RNA was isolated using Rneasy Kit (Qiagen). For array analysis, RNA from wild-type, PGC-1a2/2 or PGC-1a2/2 expressing an RNAi specific for
PGC-1b fully-mature adipocytes (day 7 of the differentiation protocol) were prepared in duplicate. In addition, RNA from duplicates of WT and PGC-1a
adipocytes treated for 4 hr with 500 mM dbcAMP were isolated. Size fractionation procedure using a microfluidics instrument (Agilent Technologies) was used
to determine whether the RNA was intact.
Biotinylated RNA probes were prepared from each of the 10 samples and hybridized to Affymetrix mouse 430A high-density oligonucleotide arrays as
previously described (Lockhart et al., 1996). Briefly, RNA was converted into cDNA using a T7 promoter-tailed oligo-dT primer in the synthesis of the first cDNA
strand and then subjected to second strand cDNA synthesis. The double-stranded cDNA was translated in biotinylated complemetary RNA (cRNA) by using T7
polymerase and biotinylated CTP and UTP in addition to the four unmodified ribonucleoside triphosphates. Fragmented cRNA was added to a hybridization
solution containing several biotinylated control oligonucleotides (for quality control), and hybridized to a microarray chip overnight at 45ºC. The chips were then
washed and the bound cRNA was fluorescently labeled using phycoerythrin-conjugated streptavidin (SAPE); additional fluors were then added using bio-
tinylated anti-streptavidin antibody and additional SAPE. Each cRNA bound at its complementary oligonucleotide was excited using a confocal laser scanner,
and the positions and intensities of the fluorescent emissions were captured.
The array data were normalized using the DNA-Chip Analyzer (dChip) software. The program performs a model-based expression analysis that allows
probe-level analysis on multiple arrays and normalizes the array data to a common baseline array having the median overall brightness, as measured by
the median CEL intensity in an array (Li and Wong, 2001). Analyses of gene expression and clustering of mitochondrial genes were performed using the
dChip software. The statistical significance of differences of gene expression was assessed by the unpaired t test (p < 0.05).
Microarray data have been deposited in NCBIs Gene Expression Omnibus (GEO, http://www.ncbi.nlm.nih.gov/geo/) and are accessible through GEO Series
accession number GSE5041 and GSE5042.
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